SUPPORTING INFORMATION
Scheme S1. Aβ16 (referred to as Aβ) peptide sequence with the atom identifiers of each amino-acid residue. [a] Impact of zinc in phosphate buffer is weaker than in other buffer (or in absence of buffer) due to partial precipitation of Zn 3 (PO 4 ) 2 .
[b] N-terminal amine from Asp1 residue.
[c] 15 N and 13 C-labelled peptide.
[d] Acetylation was used to avoid precipitation at high peptide concentration.
[e] PEGylation was used to avoid precipitation at high peptide concentration. 
Impact of pH on the XAS and NMR data.
The reason why the XAS and NMR experiments have been performed at two pH values is based on the fact that at pH 7.4 two species may coexist. Indeed, as shown in the full text, the N-terminal amine is bound to the Zn(II) at higher pH (pH 9.0). In addition, from literature data, [7, 8] it is known that the N-terminal amine is deprotonated around pH 8.0 in the apo- 
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